Mycobacterium chelonae is a rapidly growing opportunistic nontuberculous mycobacterial (NTM) species that causes infections in humans and other hosts. Here, we report the draft genome sequence of Mycobacterium chelonae type strain ATCC 35752, consisting of 4.89 Mbp, 63.96% G؉C content, 4,489 protein-coding genes, 48 tRNAs, and 3 rRNA genes. 
ycobacterium chelonae is an opportunistic environmental pathogen (1) found in diverse habitats, including water, sewage, and soil (2) . M. chelonae can cause corneal, cutaneous, and pulmonary infections in humans and other hosts. In many health care settings, the occurrence and spread of atypical mycobacterial infections, including those caused by M. abscessus and M. chelonae, have increased in prevalence in recent years. M. chelonae outbreaks have been attributed to factors ranging from resistance to glutaraldehyde, a commonly used hospital disinfectant (3-6) to contaminated medical equipment (7) and contaminated reagents (8) .
We have sequenced and report here the first draft genome of a representative of the M. chelonae species. The type strain ATCC 35752 was originally isolated from the lungs of sea turtles (Chelona corticata), and shares phylogenetic similarity to human pathogens of this species. The genome of the M. chelonae type strain ATCC 35752 was assembled using 400-bp sequence reads generated from the Life Technologies Ion Torrent PGM (Thermo, Fisher Sciences, Carlsbad, CA) and 250 ϫ 250 bp paired-end reads from the Illumina MiSeq (Illumina, Inc., San Diego, CA), at 220ϫ coverage. Sequence reads were quality filtered using the Fastx_Toolkit (http: //hannonlab.cshl.edu/fastx_toolkit/) and assembled into scaffolded contigs using the Newbler v2.9 (454 Life Sciences, Branford, CT) software package. The contigs were ordered in relation to the M. abscessus subsp. abscessus ATCC 19977 genome as a reference (9) , employing the progressive Mauve 2.3.1 wholegenome alignment algorithm (10) . Genomic features were annotated using the NCBI Prokaryotic Genome Annotation Pipeline 
